. The CTD complex of Utp12, Utp13, Utp1 and Utp21. (A-B) Gel filtration profiles of the CTD complex of ctUtp12 and ctUtp13 (A) and of ctUtp12, ctUtp13, ctUtp1 and ctUtp21 (B) on a HiLoad 16/60 Superdex 200 column. The elution position of protein standards are indicated on the top. The used protein standards are lysozyme (14 kDa), bovine serum albumin (69 kDa), aldolase (177 kDa), ferritin (457 kDa) and thyroglobulin (689 kDa). The apparent size of the ctUtp12 and ctUtp13 CTD complex is larger than expected for a tetramer, likely due to disorder terminal loops and mild aggregation. (C-D) The peak fractions from gel filtration of the CTD complex of ctUtp12 and ctUtp13 (C) and the CTD complex of ctUtp12, ctUtp13, ctUtp1and ctUtp21 (D) were analyzed by SDS-PAGE and Coomassie staining. The migration positions of the molecular markers are indicated on the left of the gels. The residues with 100%, 80% and 60% conservations in these aligned sequences are shaded in black, grey and light grey. The secondary structures observed in the crystal and the Utp6 and Utp21 interacting sequences are indicated on the top of the alignment. Dashed lines strand for disordered regions. Resolution range (Å) 34-3.5 (3.55-3.50) 30-3.7 (3.79-3.70) 20-3.3 (3.34-3.30) 
